lfalfa latent virus (ALV) is a member of the carlavirus group and occurs symptomlessly in alfalfa (Medicago sativa) (1). In the United States it is prevalent in Nebraska and Wisconsin (http: //www.dpvweb.net/dpv/showdpv.php?dpvnoϭ211). The virus is recognized as a strain of Pea streak virus (PeSV) (2-4). No complete genomic sequence of PeSV or ALV was available prior to this report.
tical to the partial RdRP sequence of HM107774.1 and~43% to 50% identical to the RdRP of other carlaviruses. Identity scores for the TGB proteins were as follows: TGB1, 96% to AY037925, 80% to AF354652, 72% to HM107774.1, and~34% to 45% to other carlaviruses; TGB2, 100% to AY037925, 84% to AF354652, 75% to HM107774.1, and~42% to 52% to other carlaviruses; TGB3, 95% to AY037925, 65% to AF354652, 62% to HM107774.1, and~44% to 50% to other carlaviruses. The CP was 99% identical to AY037925, 96% to HM107774.1, 95% to AF354652, and 45% to 57% to other carlaviruses. We propose that the sequenced ALV isolate from Nebraska differs substantially from the Czech ALV and Wisconsin PeSV isolates. The absence of clear NABP indicates that ALV is divergent from other members of the genus Carlavirus.
Nucleotide sequence accession number. The sequence has been deposited in GenBank under the accession number KP784454.
